Sequence finishing and polymorphism detection made use of a customized version of the Phred /Phrap/Consed/PolyPhred suite Gordon et al. 1998; Nickerson et al. 1997) . In brief, all reads for a locus were aligned to a reference sequence (the hg17 [NCBI build 35] version of the human genome), and polymorphic sites were tagged by Polyphred. A handful of scripts were used to create individual alignments, on which the majority of sequence finishing occurred. Custom navigation files were used to visit all sites in an individual that vary from the reference sequence, as well as all sites tagged by Polyphred that showed evidence of heterozygosity. To catch sites that may have been missed by Polyphred, all positions that had an average Phred quality <50 were also visited. The final individual contig was given one last pass 'by eye' to check for gaps in coverage and heterozygous indels, and so that the edges of the sequence could be trimmed. Individual failures were marked and revisited when new reads became available.
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